Figure 1. British Isles Sampling Locations Map
The location of the sampled small, urban areas and the 3 ϫ 5 grid of collection points are shown. For each grid point, we selected the closest town within a 20-mile radius. Only towns with 5-20,000 inhabitants were chosen. Individuals were, with the exception of one location, then selected if their paternal grandfather's birthplace was within a 20-mile radius of the selected center. Midhurst samples were collected up to 40 miles from the respective grid point. When the grid point was at sea, the nearest point on the coast was used (Morpeth and Stonehaven). We also added additional points to cover important geographic regions not covered by the grid (Shetland, York, Norfolk, Haverfordwest, Llangefni, Chippenham, Cornwall, Channel Islands) and included two Irish samples, Castlerea and Rush (North of Dublin). The total number of points sampled in the British Isles was 25.
0.05). Sampling in the British Isles was mainly undertaken
be polymorphic in Europe [13, 14] . The most frequent haplogroups observed were those defined by M173, to conform to a systematic 3 ϫ 5 grid (Figure 1) .
We genotyped six Y-linked microsatellites (identifying M170, and M17 mutations ( provides significant evidence that there has not been sion is the limited continental input in southern England, which appears to be predominantly indigenous and, by complete population replacement anywhere in the British Isles (see Table S1 in the Supplemental Data availsome analyses, no more influenced by the continental invaders than is mainland Scotland (Figure 3 and Table  able [7] indicates that the transition between England and Wales is somewhat chromosome haplotypes throughout most of Europe
